The title compound, C 9 H 11 N 3 OS, was prepared by the reaction of 3-methoxybenzaldehyde and thiosemicarbazide. The benzylidene ring and the thiosemicarbazone fragment are slightly twisted, making a dihedral angle of 14.1 (1) . A weak intramolecular N-HÁ Á ÁN hydrogen bond may influence the conformation of the molecule. Intermolecular N-HÁ Á ÁS hydrogen bonds build up a three-dimensional network.
Related literature
For a general background to thiosemicarbazone compounds, see : Casas et al. (2000) ; Tarafder et al. (2000) ; Ferrari et al. (2000) ; Deschamps et al. (2003) ; Maccioni et al. (2003) ; Chimenti et al.(2007) . For bond-length data, see: Allen et al. (1987) .
Experimental
Crystal data 
Data collection
Enraf-Nonius CAD-4 diffractometer Absorption correction: scan (North et al., 1968 Table 1 Hydrogen-bond geometry (Å , ). (Casas et al., 2000) . Thiosemicarbazones exhibit various biological activities and have therefore attracted considerable pharmaceutical interest (Maccioni et al., 2003; Ferrari et al., 2000) . They have been evaluated as antiviral, antibacterial and anticancer therapeutics. Thiosemicarbazones belong to a large group of thiourea derivatives, whose biological activities are a function of parent aldehyde or ketone moiety (Chimenti et al., 2007) . Schiff bases show potential as antimicrobial and anticancer agents (Tarafder et al., 2000; Deschamps et al., 2003) and so have biochemical and pharmacological applications.
We here report the crystal structure of the title compound (I).
The sulfur atom and the hydrazine nitrogen N1 are in trans position with respect to the C9-N2 bond. This conformation may be induced by the weak intramolecular N-H···N hydrogen bond ( Fig. 1 , Table 1 ). All bond lengths are within normal ranges (Allen et al., 1987) .
At first glance the molecule is roughly planar with the largest deviation from the mean plane being -0.272 (3) Å at N3, however the benzaldehyde ring and the thiosemicarbazone fragment are twisted with respect to each other making a dihedral angle of 14.1 (1)°.
The molecules are connected by intermolecular N-H···S hydrogen bonds which build up a three dimensional network (Table 1, Fig.2 ).
Experimental
A mixture of 3-methoxybenzaldehyde (1.36 g, 0.01 mol) and hydrazinecarbothioamide (0.91 g, 0.01 mol) in 20 ml of absolute methanol was refluxed for about 3 h. On cooling, the solid separated was filtered and recrystallized from ethyl acetate. Crystals of (I) suitable for X-ray diffraction were obtained by slow evaporation of ethyl acetate. 
Refinement
All H atoms were positioned geometrically, with C-H = 0.93 Å (aromatic) or 0.96 Å (methyl) and N-H = 0.86 Å, and constrained to ride on their parent atoms, with U iso (H) = xU eq (C), where x= 1.5 for methyl H and x = 1.2 for C (aromatic) and N atoms.
supplementary materials sup-2 Figures   Fig. 1 . A view of the molecular structure of (I) showing the atom-numbering scheme and 30% displacement ellipsoids. H atoms are represented as smal sphere of arbitrary radii. Intramolecular hydrogen bond is shown as dashed line. 
Data collection
Enraf-Nonius CAD-4 diffractometer R int = 0.017
Radiation source: fine-focus sealed tube θ max = 25.3º
Monochromator: graphite θ min = 1.7º (North et al., 1968) l = −18→18 Primary atom site location: structure-invariant direct methods Extinction correction: none
Special details
Geometry. All esds (except the esd in the dihedral angle between two l.s. planes) are estimated using the full covariance matrix. The cell esds are taken into account individually in the estimation of esds in distances, angles and torsion angles; correlations between esds in cell parameters are only used when they are defined by crystal symmetry. An approximate (isotropic) treatment of cell esds is used for estimating esds involving l.s. planes.
Refinement. Refinement of F 2 against ALL reflections. The weighted R-factor wR and goodness of fit S are based on F 2 , conventional R-factors R are based on F, with F set to zero for negative F 2 . The threshold expression of F 2 > σ(F 2 ) is used only for calculating Rfactors(gt) etc. and is not relevant to the choice of reflections for refinement. R-factors based on F 2 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger. 
Fractional atomic coordinates and isotropic or equivalent isotropic displacement parameters (

